The purpose of this report is to present the results of a preliminary electrophoretic investigation of the genetic relationships of 0. mordax and O. eperlanus and as such represents the first comparative study within the genus. 
. Genetic nomenclature used here is that proposed by Allendorf and Utter (1979), and bands on the gels were designated by their mobilities relative to those of Lake Huron samples which were designated 100.
Genetic distances (Rogers, 1972) were calculated based on data from 13 loci, and the estimated evolutionary tree produced by the distance Wagner procedure (Farris, 1972). The root of the Wagner tree was estimated as the midpoint between the two most divergent phyletic lines under the assumption of equal evolutionary rates.
Results and discussion.-Banding patterns observed for eight proteins represent the products of a minimum of 13 loci (Table 1) . Six of these loci were polymorphic among the four collections GP, GPI-1,2, IDH-2, MDH-2 and PEP-2 (Table 2) . Bands of identical mobility among samples were observed for G3PDH, IDH-1, LDH, MDH-1, PEP-1 and SOD-1,2.
The genetic distances (Table 3 ) and the Wagner tree (Fig. 1) developed from a westward movement along Arctic Russia to the White Sea, with subsequent spread to the Baltic region prior to or during Pleistocene glaciation. After deglaciation, the Baltic populations were geographically isolated and became the present 0. eperlanus type. The origin of the eastern North American form was ascribed to a migration from the Pacific across Arctic Canada during a more recent interglacial period. Subsequent cooling resulted in the isolation of Pacific and eastern North American populations. The incomplete differentiation of these forms was assumed to be the result of either their recent origin during the hypsithermal or hypsithermal introgression of populations which had separated earlier during an interglacial period. The inferred patristic differences in the Wagner tree (Fig. 1) would make the postulated routes of migration and past isolating mechanisms seem less probable. However, the conflict between protein and morphological data should be resolved.
The present study represents a preliminary venture in Osmerus taxonomy, future investigations should certainly include greater numbers of loci (Gorman and Renzi, 1979) and perhaps other members of the Osmeridae to more effectively evaluate systematic relationships. The implications of the present study could be extensive in terms of the taxonomy and phylogeny within the genus Osmerus, and warrant futher study. Protein data, it appears, can make a useful contribution to smelt taxonomy.
